ATGACCGCTATGAGCACTGCAATTACACGCCAGATCGTTCTCGATACCGAAACCACCGGTATGAACCAGA 70 



MTAMSTAITRQ IVLDTETTGMNQ 
TTGGTGCGCACTATGAAGGCCACAAGATCATTGAGATTGGTGCCGTTGAAGTGGTGAACCGTCGCCTGAC 140 



GGGCAATAACTTCCATGTTTATCTCAAACCCGATCGGCTGGTGGATCCGGAAGCCTTTGGCGTACATGGT 210 



GNNFHVYL'KPDRLVDPEAFGVHG 
ATTGCCGATGAATTTTTGCTCGATAAGCCCACGTTTGCCGAAGTAGCCGATGAGTTCATGGACTATATTC 280 



A D E F L L D 



-mutD- 



pRGAELVIHNAAFDIGFMDYEFSLL 

"3 TAAGCGCGATATTCCGAAGACCAATACTTTCTGTAAGGTCACCGATAGCCTTGCGGTGGCGAGGAAAATG 420 

cri 



-mutD- 



KRDIPKTNTFCKVTDSLAVARKM 
TTTCCCGGTAAGCGCAACAGCCTCGATGCGTTATGTGCTCGCTACGAAATAGATAACAGTAAACGAACGC 490 



fljFPGKRNSLDALCARYEIDNSKRT 

W TGCACGGGGCATTACTCGATGCCCAGATCCTTGCGGAAGTTTATCTGGCGATGACCGGTGGTCAAACGTC 560 



LHGALLDAQILAEVYLAMTGGQTS 
GATGGCTTTTGCGATGGAAGGAGAGACACAACAGCAACAAGGTGAAGCAACAATTCAGCGCATTGTACGT 630 



EGETQQQQG 



QASKLRVVFATDEE I. 
TGGTGCAGAAGAAAGGCGGAAGTTGCCTCTGGCGAGC ATAA 741 



V Q K K G G 



FIGURE 1 



» ATGAGCTATc TtaTGTTTGaTtATCTGGTtTcaAATG T G A A C TTCTTT6GCCCGGSCGCCGT 

10 atgagctatcgtatgtttgattatctggttccaaatgtHaacttctttggcccgggcgccgt 



^tggccagcgctgccagctgTtg 



s ::::Ki:::i;:ni:s:::::::::::iTi:i::;n::::::::in:::i::::uT:::;:s;:: 















::tss:;:iii 





-360 cccgggtgatctgtacagctatgccg gtatTgaaacactcTccaacccgcTgccgcccatTattgcggtc 
|=360 cccgggtgatctgtacagctatgccggtatcgaaacactcaccaacccgctgccgcccattattgcggtc 



t#° aacaccaccgccgggaccgccagcgaagtcacccgccactg cgtgctgacTaacaccaaaTccaaagtaa 
«?° aacaccaccgccgggaccgccagcgaagtcacccgccactgcgtgctgactaacaccaaaaccaaagtaa 

^Tt:;;:;:s5T:;si:u::Tssiisg;sgT;:sE:;g;sTi;;;:s:i;Tg:E5:s::tTss;s::s:i 



sT;:5Jis^Tssjin;::Tni;:;:s:T:nK::nTiss::n::Ts::n;:jiT:iSj;::ss 



» ^tgccgatatcgccacctttatggggga aaAcaccaccggTctttccaccTtggacgcagTggagctggc 
920 ttgccgatatcgccacctttatgggggaaaacaccaccggtctttccaccatggacgcagcggagctggc 



1130 ggaacgaaaaTgagat tgccTacattttccTccaggcattTtga 
1130 ggaacgaaaaagagattgccgacattttccgccaggc 



A T T C T G A 



FIGURE 2 



10 40 TO 100 130 160 

10 MSYRMFDYLVPNVNFFGPGAVSVVGQRCQLLGGKKALLVTDKGLRAIKDGAVDQTVKHLK Eb_429T.dna 
10 MSYRMFDYLVPNVNFFGPGAVSVVGQRCQLLGGKKALLVTDKGLRAIKDGAVDQTVKHLK Eb_GEBT.dna 



190 220 250 280 310 340 

190 AAGIEVVIFDGVEPNPKDTNVLDGLAMFRKEQCDMIITVGGGS pQ DCGKGIGIAATHPGD Eb_429T.dna 

190 AAGIEVVIFDGVEPNPKDTNVLDGLAMFRKEQCDMIITVGGGSPLDCGKGIGIAATHPGD Eb_GEBT.dna 

370 400 430 460 490 ~" 520 

370 LYSYAGIETLTNPLPPIIAVNTTAGTASEVTRHCVLTNTKTKVKFVIVSWRNLPSVSIND Eb_429T.dna 

370 LYSYAGIETLTNPLPPIIAVNTTAGTASEVTRHCVIiTNTKTKVKFVIVSWRNLPSVSIND Eb_GEET.dna 

550 580 eiO 640 570 700 

550 PLLMIGKPAGLTAATGMDALTHAVEAYISK D^A NPVTDASAIQAIKLIATNLRQAVALGTN Eb_429T.dna 

550 PLLMIGKPAGLTAATGMDALTHAVEAYISKDANPVTDASAIQAIKLIATNLRQAVALGTN Eb_GEBT.dna 



1090 "alkdgnafsnprkgnekeiadifrqafM 
109CF= alkdgnafsnprkgnekeiadifrqa fH 

Delation 'Decoration #!•; Shade (with solid black) residues that differ frcm the 



Eb_429T.dna 



FIGURE 3 
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